Introduction

51
Stone fruit trees (Prunus sp.) are economically important because they produce edible fruits 52 such as peaches, cherries, and apricots. Most stone fruit trees are grafted on rootstocks
53
(seedlings or clonally propagated) that belong to either the same or other Prunus species 54 [1] . Therefore, these fruit trees are composed of two parts, the rootstock and scion. and relative quantification. Absolute quantification, which require normalizing to sample 83 size or a standard curve, quantifies transcript in a given sample [12] . Relative quantification 84 analyzes changes in gene expression in a given sample relative to a reference sample.
85
Among several proposed methods, reference genes are frequently used to normalize qPCR data [11, 12] 
Results
205
Identification of putative housekeeping genes for Prunus sp.
206
A total of 21 genes were selected for this study to identify housekeeping genes with the (Table S1) . Twenty-one genes were selected to be evaluated by RT-qPCR, with 4, 10 and 7 216 of them respectively representing low (reads<200), intermediate (200>reads>3,000) and 217 high levels expression (reads>3,000) ( selected for further validation analysis because they had higher stability values. The stability of the seven candidate housekeeping genes was also evaluated with
266
BestKeeper software algorithms ( and "Garnem" genotypes, and as first when the analysis included all the genotypes:
284
'Mariana 2624', 'Mazzard F12/1', "Colt" and "Garnem".
285
The consistency of expression of seven candidate housekeeping genes was evaluated with two housekeeping or reference genes is optimal under hypoxia, drought, cold, heat and N 293 nutrition conditions (Figure 3 ). An optimal normalization factor can be calculated as the 294 geometric mean of the best housekeeping gene according to the studied condition ( Figure   295 2). However, four housekeeping genes is optimal under salinity 4 (Figure 3 ). An optimal 296 normalization factor can be calculated as the geometric mean of the housekeeping genes: (Table 5) .
315
The cut-off value to determine the optimal number of reference genes for qRT-PCR is relative quantification, which requires reference genes to normalize RT-qPCR data. 
376
The results of the two were combined into stability values for the candidate genes (Table   377 3 
